579 ( The value in brackets is the number of novel miRNAs. WRRh, WRRl, XHh, and XHl indicated the group of Recessive White Rock with high body weight, Recessive White Rock with low body weight, Xinhua Chickens with high body weight, and Xinhua Chickens with low body weight, respectively. 1_4060, 1_4903, 1_5489, 10_133, 14_1786, 17_2567, 18_3584, 2_9448, 20_7112,   24_7725, 24_7726, 28_8412, 3_11092, 4_11437, 4_11488, 4_12339, 4_12341,   6_13832, 6_14144, Z_17439, Z_17672, Z_18026, miR-1416-3p, miR-146b-5p, miR-1736-5p, miR-1744-3p, miR-1751-5p, miR-1756a, miR-1791-3p, miR-205b, miR-460b-3p, miR-460b-5p, miR-6544-5p, miR-9-5p miR-1329-5p, miR-142-5p, miR-146b-3p, miR-155, miR-1603, miR-1635, miR-1648-5p, miR-1674, 1684b-3p, miR-1716, miR-1747, miR-184, miR-194, miR-200a, miR-200b, miR-21, miR-222b-3p, miR-222b-5p, miR-223, miR-34b, miR-34c, miR-3524a, miR-3529, miR-458a-3p, miR-6557-3p, miR-6570-5p, miR-6586-5p, miR-6677-5p, miR-6681-5p Horizontal axis means base of reads 1-51 from 5′ to 3′; vertical axis means quality value of base. Red boxes means quartiles of reads quality, and black bold lines means medians of reads quality. The higher the medians, the lower the error rate of sequencing. Figure S2 . Predicted secondary structures of two most abundant novel miRNAs. The red color indicated the mature sequence, the yellow color indicated the loop sequence, and the blue color indicated the predicted star sequence. Figure S3 . Various isomiRs of five gga-miRs. Reads alignments of the various isoforms of five gga-miRs are presented. The sequence of the gga-miR hairpin is presented in the top line, and underline letter means mature sequence; the brackets below denote the secondary structure. Reads that aligned with the mature gga-miR sequence are denoted by a series of dots and the mutations are denoted by uppercase. The number of reads for each sequence is presented on the right.
S2

S6
